average depth of coverage. Alignment of reads to the human genome was performed with DNAnexus (www.dnanexus.com) and bwa (Li and Durbin, 2009) , and small nucleotide variants called by the DNAnexus cancer nucleotide variation algorithm using default parameters, as well as Seqgene (Deng, 2011) with the following parameters: minimum read coverage = 5, minimum percent for variant call = 0.05, minimum Phred-based cutoff for variant bases = 20.
Variant filtration strategy
All non-synonymous coding and splice-site variants from lesional tissue were filtered against patient-matched skin controls that were isolated from clinically normal surgical excision tips. We generated an initial candidate list consisting of genes that were mutated in the index case and at least 2 of the 4 sporadic nevus sebaceus. This list contained 83 genes. The resulting mutation list was further filtered against a set of control 
